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Nucleic acid sequence and corresponding amino acid sequence of scTNF-L short 
Construct A-II 

1 ATG AGA GGA TCG CAT CAC CAT CAC CAT CAC GGA TCA GCG TCG TCT 45 

1 MRGSHHHHHHGSASS 15 

46 TCT TCT CGT ACC CCG TCT GAC AAA CCG GTT GCT CAC GTT GTT GCA 90 

16 SSRTPSDKPVAHVVA 30 

91 AAC CCG CAG GCT GAA GGT CAA CTG CAA TGG CTG AAC CGT CGT GCT 135 

31 NPQAEGQLQWLNRRA 45 

13 6 AAC GCT CTG CTG GCT AAC GGT GTT GAA CTG CGT GAC AAC CAG CTG 180 

46 NALLANGVELRDNQL 60 

181 GTT GTT CCG TCT GAA GGC CTG TAC CTG ATC TAC TCC CAG GTT CTG 225 

61 VVPSEGLYLIYSQVL 75 

22 6 TTC AAA GGC CAG GGC TGC CCG TCC ACC CAC GTT CTG CTG ACC CAC 270 

76 FKGQGCPSTHVLLTH 90 

271 ACC ATC TCT CGT ATC GCT GTT TCC TAC CAG ACC AAA GTA AAC CTG 315 

91 TISRIAVSYQTKVHL 105 

316 CTG TCT GCA ATC AAA TCT CCG TGC CAG CGT GAA ACC CCG GAA GGT 3 60 

106 LSAIKSPCQRETPEG 120 

361 GCT GAA GCT AAA CCG TGG TAC GAA CCG ATC TAC CTG GGT GGC GTT 405 

121 AEAKPWYEPIYLGGV 135 

406 TTT CAA CTG GAG AAA GGT GAC CGT CTG TCT GCA GAA ATT AAC CGT 450 

136 FQLEKGDRLSAEINR 150 

4 51 CCG GAC TAC CTG GAC TTC GCA GAA TCT GGT CAG GTT TAC TTC GGT 4 95 

151 PDYLDFAESGQVYFG 165 

4 96 ATC ATC GCT CTG GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA 540 

166 I IALGGGSGGGSGGG 180 

541 TCC TCT TCT CGT ACC CCG TCT GAC AAA CCG GTT GCT CAC GTT GTT 585 

181 SSSRTPSDKPVAHVV 195 

58 6 GCA AAC CCG CAG GCT GAA GGT CAA CTG CAA TGG CTG AAC CGT CGT 630 

196 ANPQAEGQLQWLNRR 210 

631 GCT AAC GCT CTG CTG GCT AAC GGT GTT GAA CTG CGT GAC AAC CAG 675 

211 ANALLANGVELRDNQ 225 

676 CTG GTT GTT CCG TCT GAA GGC CTG TAC CTG ATC TAC TCC CAG GTT 720 

226 LVVPSEGLYDIYSQV 240 

721 CTG TTC AAA GGC CAG GGC TGC CCG TCC ACC CAC GTT CTG CTG ACC 7 65 

241 LFKGQGCPSTHVLLT 255 

7 66 CAC ACC ATC TCT CGT ATC GCT GTT TCC TAC CAG ACC AAA GTA AAC 810 

256 HTISRIAVSYQTKVN 270 

811 CTG CTG TCT GCA ATC AAA TCT CCG TGC CAG CGT GAA ACC CCG GAA 855 

271 LLSAIKSPCQRETPE 285 
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856 GGT GCT GAA GCT AAA CCG TGG TAC 

286 GAEAKPWY 

901 GTT TTT CAA CTG GAG AAA GGT GAC 

301 VFQLEKGD 

94 6 CGT CCG GAC TAC CTG GAC TTC GCA 

316 RPDYLDFA 

991 GGT ATC ATC GCT CTG GGT GGC GGT 

331 GIIALGGG 

1036 GGA TCC TCT TCT CGT ACC CCG TCT 

346 GSSSRTPS 

1061 GTT GCA AAC CCG CAG GCT GAA GGT 

361 VANPQAEG 

1126 CGT GCT AAC GCT CTG CTG GCT AAC 

376 RANALLAN 

1171 CAG CTG GTT GTT CCG TCT GAA GGC 

391 QLVVPSEG 

1216 GTT CTG TTC AAA GGC CAG GGC TGC 

406 VLFKGQGC 

1261 ACC CAC ACC ATC TCT CGT ATC GCT 

421 THTISRIA 

1306 AAC CTG CTG TCT GCA ATC AAA TCT 

436 NLLSAIKS 

1351 GAA GGT GCT GAA GCT AAA CCG TGG 

451 EGAEAKPW 

1396 GGC GTT TTT CAA CTG GAG AAA GGT 

466 GVFQLEKG 

1441 AAC CGT CCG GAC TAC CTG GAC TTC 

481 NRPDYLDF 

I48 6 TTC GGT ATC ATC GCT CTG TGA 

496 F G I I A L * 



GAA CCG ATC TAC CTG GGT GGC 900 

E P I Y L G G 300 

CGT CTG TCT GCA GAA ATT AAC 945 

R L • S A E I N 315 

GAA TCT GGT CAG GTT TAC TTC 990 

E S G Q V Y F 330 

TCT GGT GGC GGT TCT GGT GGC 1035 

S G G G S G G 345 

GAC AAA CCG GTT GCT CAC GTT 1080 

D K P V A H V 360 

CAA CTG CAA TGG CTG AAC CGT 1125 

Q L Q W h N R 375 

GGT GTT GAA CTG CGT GAC AAC 1170 

G V E L R D W 390 

CTG TAC CTG ATC TAC TCC CAG 1215 

L Y h I Y S Q 405 

CCG TCC ACC CAC GTT CTG CTG 1260 

P S T . H V L L 420 

GTT TCC TAC CAG ACC AAA GTA 1305 

V S Y Q T K V 435 

CCG TGC CAG CGT GAA ACC CCG 1350 

F C Q R E T P 450 

TAC GAA CCG ATC TAC CTG GGT 13 95 

YE P I Y L G 465 

GAC CGT CTG TCT GCA GAA ATT 14 4 0 

D R L S A E I 480 

GCA GAA TCT GGT CAG GTT TAC 1485 

A E S G Q V Y 495 

1506 
501 
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Nucleic acid sequence and corresponding amino acid sequence of cys-scTNF-L shor t 
Construct B-II 

1 ATG GGA GAG CTC ATC GAA GGT CGC TGC GCC GGT GGA TCT GGT CAT 45 

1 MGELIEGRCAGGSGH 15 

46 CAT CAT CAC CAT CAC GGC TCA GAC GGA GCG TCG TCT TCT TCT CGT 90 

16 HHHHHGSDGASSSSR 30 

91 ACC CCG TCT GAC AAA CCG GTT GCT CAC GTT GTT GCA AAC CCG CAG 135 

31 TPSDKPVAHVVANPQ 45 

136 GCT GAA GGT CAA CTG CAA TGG CTG AAC CGT CGT GCT AAC GCT CTG 180 

46 AEGQLQWLNRRANAL 60 

181 CTG GCT AAC GGT GTT GAA CTG CGT GAC AAC CAG CTG GTT GTT CCG 225 

61 LANGVELRDNQLVVP 75 

226 TCT GAA GGC CTG TAC CTG ATC TAC TCC CAG GTT CTG TTC AAA GGC 270 

76 SEGLYLIYSQVLFKG 90 

271 CAG GGC TGC CCG TCC ACC CAC GTT CTG CTG ACC CAC ACC ATC TCT 315 

91 QGCPSTHVLLTHTIS 105 

316 CGT ATC GCT GTT TCC TAC CAG ACC AAA GTA AAC CTG CTG TCT GCA 360 

106 RIAVSYQTKVNLLSA 120 

361 ATC AAA- TCT CCG TGC CAG CGT GAA ACC CCG GAA GGT GCT GAA GCT 405 

121 IK S PCQRETPEGAEA 135 

406 AAA CCG TGG TAC GAA CCG ATC TAC CTG GGT GGC GTT TTT CAA CTG 4 50 

136 KPWYEPIYLGGVFQL 150 

451 GAG AAA GGT GAC CGT CTG TCT GCA GAA ATT AAC CGT CCG GAC TAC 4 95 

151 EKGDRLSAEINRPDY 165 

496 CTG GAC TTC GCA GAA TCT GGT CaG GTT TAC TTC GGT ATC ATC GCT 540 

166 LDFAESGQVYFGIIA 180 

541 CTG GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA TCC TCT TCT 585 

181 LGGGSGGGSGGGSSS 195 

586 CGT ACC CCG TCT GAC AAA CCG GTT GCT CAC GTT GTT GCA AAC CCG 630 

196 RTPSDKPVAHVVANP 210 

631 CAG GCT GAA GGT CAA CTG CAA TGG CTG AAC CGT CGT GCT AAC GCT 675 

211 QAEGQLQWLNRRANA 225 

676 CTG CTG GCT AAC GGT GTT GAA CTG CGT GAC AAC CAG CTG GTT GTT 720 

226 LLANGVELR DNQLVV 240 

721 CCG TCT GAA GGC CTG TAC CTG ATC TAC TCC CAG GTT CTG TTC AAA 765 

241 PSEGLYLIYSQVLFK 255 

7 66 GGC CAG GGC TGC CCG TCC ACC CAC GTT CTG CTG ACC CAC ACC ATC 810 

256 GQGCPSTHVLLTHTI 270 
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811 TCT CGT ATC GCT GTT TCC TAC CAG 
271 SRIAVSYQ 

856 GCA ATC AAA TCT CCG TGC CAG CGT 
286 AIKSPCQR 

901 GCT AAA CCG TGG TAC GAA CCG ATC 
301 AKPWYEPI 

946 CTG GAG AAA GGT GAC CGT CTG TCT 
316 LEKGDRLS 

991 TAC CTG GAC TTC GCA GAA TCT GGT 
331 YLDFAESG 

103 6 GCT CTG GGT GGC GGT TCT GGT GGC 
346 ALGGGSGG 

1081 TCT CGT ACC CCG TCT GAC AAA CCG 
361 SRTPSDKP 

1126 CCG CAG GCT GAA GGT CAA CTG CAA 
376 PQAEGQLQ 

1171 GCT CTG CTG GCT AAC GGT GTT GAA 
391 ALLANGVE 

1216 GTT CCG TCT GAA GGC CTG TAC CTG 
406 VPSEGLYL 

12 61 AAA GGC CAG GGC TGC CCG TCC ACC 
421 KGQGCPST 

1306 ATC TCT CGT ATC GCT GTT TCC TAC 
436 ISRIAVSY 

1351 TCT GCA ATC AAA TCT CCG TGC CAG 
451 SAIKSPCQ 

1396 GAA GCT AAA CCG TGG TAC GAA CCG 

466 EAKPWYEP 

1441 CAA CTG GAG AAA GGT GAC CGT CTG 

481 QLEKGDRL 

1486 GAC TAC CTG GAC TTC GCA GAA TCT 

496 DYLDFAES 

1531 ATC GCT CTG TGA 

511 I A L * 



ACC AAA GTA AAC CTG CTG TCT 855 

T K V N L L S 285 

GAA ACC CCG GAA GGT GCT GAA 900 

E T P E G A E 300 

TAC CTG GGT GGC GTT TTT CAA 945 

Y L G G V F Q 315 

GCA GAA ATT AAC CGT CCG GAC 990 

A E I N R P D 330 

CAG GTT TAC TTC GGT ATC ATC 1035 

Q V Y F G I I 345 

GGT TCT GGT GGC GGA TCC TCT 1080 

G S G G G S S 360 

GTT GCT CAC GTT GTT GCA AAC 1125 

V A H V V A N 375 

TGG CTG AAC CGT CGT GCT AAC 1170 

W L N R R A N 390 

CTG CGT GAC AAC CAG CTG GTT 1215 

L R D N Q L V 405 

ATC TAC TCC CAG GTT CTG TTC 1260 

I Y S Q V L F 420 

CAC GTT CTG CTG ACC CAC ACC 1305 

H V L L T H T 435 

CAG ACC AAA GTA AAC CTG CTG 1350 

Q T K V N L L 450 

CGT GAA ACC CCG GAA GGT GCT 1395 

R E T V E G A 465 

ATC TAC CTG GGT GGC GTT TTT 1440 

I Y L G G V F 480 

TCT GCA GAA ATT AAC CGT CCG 1485 

S A E I N R P 495 

GGT CAG GTT TAC TTC GGT ATC 1530 

G Q V Y F G I 510 

1542 
513 



Figure 20B 



Replacement Sheet 



Nucleic acid sequence and corresponding amino acid sequence of scFasL 
Construct C 

1 ATG GCT ATC ATC TAC CTC ATC CTC CTG TTC ACC GCT GTG CGG GGC 45 

1 MAIIYLILLFTAVRG 15 

4 6 GCG GCC GCG GAT TAC AAA GAC GAT GAC GAT AAA GAA TTC ACG CGT 90 

16 AAADYKDDDDKEFTR 30 

91 GAA AAA AAG GAG CTG AGG AAA GTG GCC CAT TTA ACA GGC AAG TCC 135 

31 EKKELRKVAHLTGKS 45 

136 AAC TCA AGG TCC ATG CCT CTG GAA TGG GAA GAC ACC TAT GGA ATT 180 

46 NSRSMPLEWEDTYGI 60 

181 GTC CTG CTT TCT GGA GTG AAG TAT AAG AAG GGT GGC CTT GTG ATC 225 

61 VLLSGVKYKKGGLVI 75 

22 6 AAT GAA ACT GGG CTG TAC TTT GTA TAT TCC AAA GTA TAC TTC CGG 270 

76 NETGLYFVYSKVYFR 90 

271 GGT CAA TCT TGC AAC AAC CTG CCC CTG AGC CAC AAG GTC TAC ATG 315 

91 GQSCNNLPLSHKVYM 105 



316 AGG AAC TCT AAG TAT CCC CAG GAT CTG GTG ATG ATG GAG GGG AAG 360 

106 RNSKYPQDLVMMEGK 120 

361 ATG ATG AGC TAC TGC ACT ACT GGG CAG ATG TGG GCC CGC AGC AGC 405 

121 MMSYCTTGQMWARSS 135 

406 TAC CTG GGG GCA GTG TTC AAT CTT ACC AGT GCT GAT CAT TTA TAT 450 

136 YLGAVFNLTSADHLY 150 

451 GTC AAC GTA TCT GAG CTC TCT CTG GTC AAT TTT GAG GAA TCT CAG 495 

151 VNVSELSLVN FEESQ 165 

4 96 ACG TTT TTC GGC TTA TAT AAG CTC GGT GGC GGT TCT GGT GGC GGT 540 

166 TFFGLYKLGGGSGGG 180 

541 TCT GGT GGC GGT TCT GGT GGC GGA TCA GAA AAA AAG GAG CTG AGG 585 

181 SGGGSGGGS E KKELR 195 

586 AAA GTG GCC CAT TTA ACA GGC AAG TCC AAC TCA AGG TCC ATG CCT 630 

196 KVAHLTGKSNSRSMP 210 

631 CTG GAA TGG GAA GAC ACC TAT GGA ATT GTC CTG CTT TCT GGA GTG 675 

211 LEWEDTYGIVLLSGV 225 

676 AAG TAT AAG AAG GGT GGC CTT GTG ATC AAT GAA ACT GGG CTG TAC 720 

226 KYKKGGLVINETGLY 240 

721 TTT GTA TAT TCC AAA GTA TAC TTC CGG GGT CAA TCT TGC AAC AAC 765 

241 FVYSKVYFRGQSCNN 255 
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7 66 CTG CCC CTG AGC CAC AAG GTC TAC ATG AGG AAC TCT AAG TAT CCC 810 

256 LPLSHKVYMRNSKYP 270 

811 CAG GAT CTG GTG ATG ATG GAG GGG AAG ATG ATG AGC TAC TGC ACT 855 

271 QDLVMMKGKMMSYCT 285 

856 ACT GGG CAG ATG TGG GCC CGC AGC AGC TAC CTG GGG GCA GTG TTC 900 

286 TGQMWARSSYLGAVF 300 

901 AAT CTT ACC AGT GCT GAT CAT TTA TAT GTC AAC GTA TCT GAG CTC 945 

301 NLTSADHLYVNVSEL 315 

94 6 TCT CTG GTC AAT TTT GAG GAA TCT CAG ACG TTT TTC GGC TTA TAT 990 

316 SLVNFEESQTFFGLY 330 

991 AAG CTC GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGT TCT GGT 1035 

331 KLGGGSGGGSGGGSG 345 

1036 GGC GGA TCC GAA AAA AAG GAG CTG AGG AAA GTG GCC CAT TTA ACA 108 0 

346 GGSEKKELRKVAHLT 360 

1081 GGC AAG TCC AAC TCA AGG TCC ATG CCT CTG GAA TGG GAA GAC ACC 1125 

361 GKSNSRSMPLEWEDT 375 

1126 TAT GGA ATT GTC CTG CTT TCT GGA GTG AAG TAT AAG AAG GGT GGC 1170 

376 YGIVLLSGVKYKKGG 390 

1171 CTT GTG ATC AAT GAA ACT GGG CTG TAC TTT GTA TAT TCC AAA GTA 1215 

391 LVINETGLYFVYS KV 405 

1216 TAC TTC CGG GGT CAA TCT TGC AAC AAC CTG CCC CTG AGC CAC AAG 12 60 

406 YFRGQSCNNLPLSHK 420 

1261 GTC TAC ATG AGG AAC TCT AAG TAT CCC CAG GAT CTG GTG ATG ATG 1305 

421 VYMRNSKYPQDLVMM 435 

1306 GAG GGG AAG ATG ATG AGC TAC TGC ACT ACT GGG CAG ATG TGG GCC 1350 

436 EGKMMSYCTTGQMWA 450 

1351 CGC AGC AGC TAC CTG GGG GCA GTG TTC AAT CTT ACC AGT GCT GAT 1395 

451 RSSYLGAVFNLTSAD 465 

1396 CAT TTA TAT GTC AAC GTA TCT GAG CTC TCT CTG GTC AAT TTT GAG 14 40 

466 HLYVNVSELSLVNFE 480 

1441 GAA TCT CAG ACG TTT TTC GGC TTA TAT AAG CTC TGA 1476 

481 ESQTFFGLYKL* 491 
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Nucleic acid sequence and corresponding amino acid sequence of scTRAIL 
Construct D 



1 ATG GCT ATC ATC TAC CTC ATC CTC 

1 MAIIYLIL 

4 6 GCG GCC GCG GAT TAC AAA GAC GAT 

16 AAADYKDD 

91 TCT GAG GAA ACC ATT TCT ACA GTT 

31 SEETISTV 

136 TCT CCC CTA GTG AGA GAA AGA GGT 

46 SPLVRERG 

181 ATA ACT GGG ACC AGA GGA AGA AGC 

61 ITGTRGRS 

226 TCC AAG AAT GAA AAG GCT CTG GGC 

76 SKNEKALG 

271 TCA TCA AGG AGT GGG CAT TCA TTC 

91 SSRSGHSF 

316 AAT GGT GAA CTG GTC ATC CAT GAA 

106 NGELVIHE 

361 TCC CAA ACA TAC TTT CGA TTT CAG 

121 SQTYFRFQ 

406 AAG AAC GAC AAA CAA ATG GTC CAA 

136 KNDKQMVQ 

451 TAT CCT GAC CCT ATA TTG TTG ATG 

151 YPDPILLM 

496 TGG TCT AAA GAT GCA GAA TAT GGA 

166 WSKDAEYG 

541 GGA ATA TTT GAG CTT AAG GAA AAT 

181 GIFELKEN 

586 ACA AAT GAG CAC TTG ATA GAC ATG 

196 TNEHLIDM 

631 GGG GCC TTT TTA GTT GGC GGT GGC 

211 GAFLVGGG 

67 6 GGC GGT TCT GGT GGC GGA TCA ACC 

226 GGSGGGST 

721 GTT CAA GAA AAG CAA CAA AAT ATT 

241 VQEKQQNI 



CTG TTC ACC GCT GTG CGG GGC 4 5 

LFTAVRG 15 

GAC GAT AAA GAA TTC GGA ACC 90 

DDKEFGT 30 

CAA GAA AAG CAA CAA AAT ATT 135 

QEKQQNI 45 

CCT CAG AGA GTA GCA GCT CAC 180 

PQRVAAH 60 

AAC ACA TTG TCT TCT CCA AAC 225 

NTLSSPN 75 

CGC AAA ATA AAC TCC TGG GAA 270 

RKINSWE 90 

CTG AGC AAC TTG CAC TTG AGG 315 

L S N L H L R 105 

AAA GGG TTT TAC TAC ATC TAT 360 

K G F Y Y I Y 120 

GAG GAA ATA AAA GAA AAC ACA 405 

E E I K E N T 135 

TAT ATT TAC AAA TAC ACA AGT 4 50 

Y I Y K Y T S 150 

AAA AGT GCT AGA AAT AGT TGT 4 95 

K S A R N S C 165 

CTC TAT TCC ATC TAT CAA GGG 54 0 

L Y S I Y Q G 180 

GAC AGA ATT TTT GTT TCT GTA 585 

D R I F V S V 195 

GAC CAT GAA GCC AGT TTT TTC 630 

D H E A S F F 210 

GGT TCT GGT GGC GGT TCT GGT 675 

G S G G G S G 225 

TCT GAG GAA ACC ATT TCT ACA 720 

S E E T I S T 240 

TCT CCC CTA GTG AGA GAA AGA 7 65 

S P L V R E R 255 
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766 GGT CCT CAG AGA GTA GCA GCT CAC ATA ACT GGG ACC AGA GGA AGA 810 

256 GPQRVAAHITGTRGR 270 

811 AGC AAC ACA TTG TCT TCT CCA AAC TCC AAG AAT GAA AAG GCT CTG 855 

271 SNTLSSPNSKNEKAL 285 

856 GGC CGC AAA ATA AAC TCC TGG GAA TCA TCA AGG AGT GGG CAT TCA 900 

286 GRKINSWESSRSGHS 300 

901 TTC CTG AGC AAC TTG CAC TTG AGG AAT GGT GAA CTG GTC ATC CAT 945 

301 FLSNLHLRNGELVIH 315 

946 GAA AAA GGG TTT TAC TAC ATC TAT TCC CAA ACA TAC TTT CGA TTT 990 

316 EKGFYYIYSQTYFRF 330 

991 CAG GAG GAA ATA AAA GAA AAC ACA AAG AAC GAC AAA CAA ATG GTC 1035 

331 QEE IKENTKNDKQMV 345 

1036 CAA TAT ATT TAC AAA TAC ACA AGT TAT CCT GAC CCT ATA TTG TTG 1080 

346 QYIYKYTSYPDPILL 360 

1081 ATG AAA AGT GCT AGA AAT AGT TGT TGG TCT AAA GAT GCA GAA TAT 1125 

361 MKSARNSCWSKDAEY 375 

1126 GGA CTC TAT TCC ATC TAT CAA GGG GGA ATA TTT GAG CTT AAG GAA 1170 

376 GIiYSIYQGGIFELKE 390 

1171 AAT GAC AGA ATT TTT GTT TCT GTA ACA AAT GAG CAC TTG ATA GAC 1215 

391 NDRIFVSVTNEHLID 405 

1216 ATG GAC CAT GAA GCC AGT TTT TTC GGG GCC TTT TTA GTT GGC GGT 1260 

406 MDHEASFFGAFLVGG 420 

1261 GGC GGT TCT GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA TCC 1305 

421 GGSGGGSGGGSGGGS 435 

1306 ACC TCT GAG GAA ACC ATT TCT ACA GTT CAA GAA AAG CAA CAA AAT 1350 

436 TSEETISTVQEKQQN 450 

1351 ATT TCT CCC CTA GTG AGA GAA AGA GGT CCT CAG AGA GTA GCA GCT 1395 

451 IS PLVRERG PQRVAA 465 

1396 CAC ATA ACT GGG ACC AGA GGA AGA AGC AAC ACA TTG TCT TCT CCA 1440 

466 HITGTRGRSNTLSSP 480 

1441 AAC TCC AAG AAT GAA AAG GCT CTG GGC CGC AAA ATA AAC TCC TGG 1485 

461 NSKNEKALGRKINSW 495 

1486 GAA TCA TCA AGG AGT GGG CAT TCA TTC CTG AGC AAC TTG CAC TTG 1530 

496 ESSRSGHSFLSNLHL 510 

1531 AGG AAT GGT GAA CTG GTC ATC CAT GAA AAA GGG TTT TAC TAC ATC 1575 

511 RNGELVIHE KGFYYI 525 

157 6 TAT TCC CAA ACA TAC TTT CGA TTT CAG GAG GAA ATA AAA GAA AAC 1620 

526 YSQTYFRFQEEI KEN 540 
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1621 ACA AAG AAC GAC AAA CAA ATG GTC 

541 TKNDKQMV 

1666 AGT TAT CCT GAC CCT ATA TTG TTG 

556 SYPDPILL 

1711 TGT TGG TCT AAA GAT GCA GAA TAT 

571 CWSKDAEY 

1756 GGG GGA ATA TTT GAG CTT AAG GAA 

586 GGIFELKE 



1801 GTA ACA AAT GAG CAC TTG ATA GAC 
601 VTNEHLID 

184 6 TTC GGG GCC TTT TTA GTT GGC TGA 
616 FGAFLVG* 



CAA TAT ATT TAC AAA TAC ACA 1665 

Q Y I Y K Y T 555 

ATG AAA AGT GCT AGA AAT AGT 1710 

M K S A R N S 570 

GGA CTC TAT TCC ATC TAT CAA 1755 

G L Y S I Y Q 585 

AAT GAC AGA ATT TTT GTT TCT 1800 

N D R 1 F V S 600 



ATG GAC CAT GAA GCC AGT TTT 1845 
M D H E A S F 615 

1866 
622 



Figure 22C 



Replacement Sheet 



Nucleic acid sequence and corresponding amino acid sequence of scTNF 

Construct E 

1 ATG GCT ATC ATC TAC CTC ATC CTC CTG TTC ACC GCT GTG CGG GGC 45 

1 MAIIYLILLFTAVRG 15 

4 6 GCG GCC GCG GAT TAC AAA GAC GAT GAC GAT AAA GAA TTC GGA TCA 90 

16 AAADYKDDDDKEFGS 30 

91 TCT TCT CGA ACC CCG AGT GAC AAG CCT GTA GCC CAT GTT GTA GCA 135 

31 SSRTPSDKPVAHVVA 45 

13 6 AAC CCT CAA GCT GAG GGG CAG CTC CAG TGG CTG AAC CGC CGG GCC 180 

46 NPQAEGQLQWLNRRA 60 

181 AAT GCC CTC CTG GCC AAT GGC GTG GAG CTG AGA GAT AAC CAG CTG 225 

61 NALLANGVELRDNQL 75 

226 GTG GTG CCA TCA GAG GGC CTG TAC CTC ATC TAC TCC CAG GTC CTC 270 

76 VVPSEGLYLIYSQVL 90 

271 TTC AAG GGC CAA GGC TGC CCC TCC ACC CAT GTG CTC CTC ACC CAC 315 

91 FKGQGCPSTHVLLTH 105 

316 ACC ATC AGC CGC ATC GCC GTC TCC TAC CAG ACC AAG GTC AAC CTC 360 

106 TISRIAVSYQTKVNL 120 

3 61 CTC TCT GCC ATC AAG AGC CCC TGC CAG AGG GAG ACC CCA GAG GGG 4 05 

121 LSAIKSPCQRETPEG 135 

406 GCT GAG GCC AAG CCC TGG TAT GAG CCC ATC TAT CTG GGA GGG GTC 4 50 

136 AEAKPWYEPIYLGGV 150 

451 TTC CAG CTG GAG AAG GGT GAC CGA CTC AGC GCT GAG ATC AAT CGG 4 95 

151 FQLEKGDRLSAEINR 165 

496 CCC GAC TAT CTC GAC TTT GCC GAG TCT GGG CAG GTC TAC TTT GGG 54 0 

166 PDYLDFAESGQVYFG 180 

541 ATC ATT GCC CTG GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGT 585 

181 IIALGGGSGGGSGGG 195 

586 TCT GGT GGC GGA TCA TCA TCT TCT CGA ACC CCG AGT GAC AAG CCT 630 

196 SGGGSSSSRTPSDKP 210 

631 GTA GCC CAT GTT GTA GCA AAC CCT CAA GCT GAG GGG CAG CTC CAG 675 

211 VAHVVANPQAEGQLQ 225 

676 TGG CTG AAC CGC CGG GCC AAT GCC CTC CTG GCC AAT GGC GTG GAG 720 

226 WLNRRANALLANGVE 240 

721 CTG AGA GAT AAC CAG CTG GTG GTG CCA TCA GAG GGC CTG TAC CTC 765 

241 LRDNQLVVPSEGLYL 255 
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766 ATC TAC TCC CAG GTC CTC TTC AAG GGC CAR GGC TGC CCC TCC ACC 610 

256 IYSQVLFKGQGCPST 270 

Bll CAT GTG CTC CTC ACC CAC ACC ATC AGC CGC ATC GCC GTC TCC TAC 855 

271 HVLLTHTISRIAVSY 285 

856 CAG ACC AAG GTC AAC CTC CTC TCT GCC ATC AAG AGC CCC TGC CAG 900 

286 QTKVNLLSAIKSPCQ 300 

901 AGG GAG ACC CCA GAG GGG GCT GAG GCC AAG CCC TGG TAT GAG CCC 945 

301 RETPEGAEAKPWYEP 315 

94 6 ATC TAT CTG GGA GGG GTC TTC CAG CTG GAG AAG GGT GAC CGA CTC 990 

316 IYLGGVFQLEKGDRL 330 

991 AGC GCT GAG ATC AAT CGG CCC GAC TAT CTC GAC TTT GCC GAG TCT 1035 

331 SAEINRPDYLDFAES 345 

1036 GGG CAG GTC TAC TTT GGG ATC ATT GCC CTG GGT GGC GGT TCT GGT 1080 

346 GQVYFGIIALGGGSG 360 

1081 GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA TCA TCA TCT TCT CGA 1125 

361 GGSGGGSGGGSSSSR 375 

1126 ACC CCG AGT GAC AAG CCT GTA GCC CAT GTT GTA GCA AAC CCT CAR. 1170 

376 TPSDKPVAH VVANPQ 390 

1171 GCT GAG GGG CAG CTC CAG TGG CTG AAC CGC CGG GCC AAT GCC CTC 1215 

391 AEGQLQ WLNRRANAL 405 

1216 CTG GCC AAT GGC GTG GAG CTG AGA GAT AAC CAG CTG GTG GTG CCA 1260 

406 LANGVELRDNQLVVP 420 

1261 TCA GAG GGC CTG TAC CTC ATC TAC TCC CAG GTC CTC TTC AAG GGC 1305 

421 SEGLYLIYSQVLFKG 435 

1306 CAA GGC TGC CCC TCC ACC CAT GTG CTC CTC ACC CAC ACC ATC AGC 1350 

436 QGCPSTHVLLTHTIS 450 

1351 CGC ATC GCC GTC TCC TAC CAG ACC AAG GTC AAC CTC CTC TCT GCC 1395 

451 RIAVSYQTKVNLLSA 4 65 

1396 ATC AAG AGC CCC TGC CAG AGG GAG ACC CCA GAG GGG GCT GAG GCC 144 0 

466 IKSPCQRET PEGAE A 480 

14 41 AAG CCC TGG TAT GAG CCC ATC TAT CTG GGA GGG GTC TTC CAG CTG 1485 

481 KPWYEPIYLGGVFQL 4 95 

1486 GAG AAG GGT GAC CGA CTC AGC GCT GAG ATC AAT CGG CCC GAC TAT 1530 

496 EKGDRLSAEINRPDY 510 

1531 CTC GAC TTT GCC GAG TCT GGG CAG GTC TAC TTT GGG ATC ATT GCC 1575 

511 LDFAESGQVYFGIIA 525 

1576 CTG TGA 1581 

526 L * 526 
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Nucleic acid sequence and corresponding amino acid sequence of scFasL-AMAIZe 
Construct F 

1 ATG GAC TGG ACC TGG CGC GTG TTT TGC CTG CTC GCC GTG GCT CCT 45 

1 MDWTWRVFCLLAVAP 15 

46 GGG GCC CAC AGC CAG GTA CAG CTG GTG CAG TCT GGG GGA GGC ATG 90 

16 GAHSQVQLVQSGGGM 30 

91 GTA GAG CCT GGG GGG TCC CTT AGA CTC TCC TGT GCA GCC TCT GGA 135 

31 VEPGGSLRLSCAASG 45 

136 TTC ACT TTC AGT AAT GCC TGG ATG AGC TGG GTC CGC CAG GCT CCA 180 

46 FTFSNAWMSWVRQAP 60 

181 GGG AAG GGG CTG GAG TGG GTT GGC CGT ATA AAA AGC AAA GCT GGT 225 

61 GKGLEWVGRIKSKAG 75 

226 GGT GGG ACA GCA GAG TAC GCT GCA CCC GTG AAA GGC AGA TTC ACC 270 

76 GGTAEYAAPVKGRFT 90 

271 ATC TCA AGA GAT GAT TCA CAA AAC ACG CTG TAT CTG CAA ATG AAC 315 

91 ISRDDSQNTLYLQMN 105 

316 AGC CTG AAA ACC GAC GAC ACA GCC GTG TAT TAC TGT ACC ACA CAT 360 

106 SLKTDDTAVYYCTTH 120 

361 GTC TAC GGT GCC CCC CGG AAC TGG GGC CAG GGA TCC CTG GTC ACC 4 05 

121 VYGAPRNWGQGSLVT 135 

406 GTC TCC TCA GCC TCC ACC AAG GGC CCA AAG CTT GAA GAA GGT GAA 450 

136 VSSASTKGPKLEEGE 150 

451 TTT TCA GAA GCA CGC GTA CAG TCT GTG TTG ACT CAG CCG CCC TCA 4 95 

151 FSEARVQSVLTQPPS 165 

4 96 GTG TCT GCG GCC CCA GGA CAG AAG GTC ACC ATC TCC TGC TCT GGA 540 

166 VSAAPGQKVTISCSG 180 

541 AGC AGC TCC AAC ATT GGA AAT AAT TAT GTC TCC TGG TAC GTT CAA 585 

181 SSSNIGNNYVSWYVQ 195 

586 CTC CCA GGA ACA GCC CCC AAA CTC CTC ATT TAT GAC AAT AAT AAG 630 

196 LPGTAPKLLIYDN NK 210 

631 CGA TTC TCA GGA GTT CCT GAC CGA TTC TCT GGC TCC AAG TCT GGC 675 

211 RFSGVPDRFSGSKSG 225 

67 6 ACG TCA GCC ACC CTG GGC ATC ACC GGG CTC CAG ACT GGG GAC GAG 720 

226 TSATLGITGLQTGDE 240 

721 GCC GAT TAT TAC TGC GGA GCA TGG GAT GGC AGC CTG CGT GAA GCG 7 65 

241 ADYYCGAWDGSLREA 255 
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766 GTA TTC GGC GGA GGG ACC AAG GTC ACC GTC CTA GGT GCG GCC GCA 810 

256 VFGGGTKVTVLGAAA 270 

811 GTT GAG CTC GAG gcg GCC GCG GAT TAC AAA GAC GAT GAC GAT AAA 855 

271 VELEAAADYKDDDDK 285 

856 GAA TTC ACG CGT GAA AAA AAG GAG CTG AGG AAA GTG GCC CAT TTA 900 

286 E FTREKKELRKVAHL 300 

901 ACA GGC AAG TCC AAC TCA AGG TCC ATG CCT CTG GAA TGG GAA GAC 945 

301 TGKSNSRSMPLEWED 315 

94 6 ACC TAT GGA ATT GTC CTG CTT TCT GGA GTG AAG TAT AAG AAG GGT 990 

316 TYGIVLLSGVKYKKG 330 

991 GGC CTT GTG ATC AAT GAA ACT GGG CTG TAC TTT GTA TAT TCC AAA 1035 

331 GLVINETGLYFVYSK 345 

1036 GTA TAC TTC CGG GGT CAA TCT TGC AAC AAC CTG CCC CTG AGC CAC 1080 

346 VYFRGQSCNNLPLSH 360 

1081 AAG GTC TAC ATG AGG AAC TCT AAG TAT CCC CAG GAT CTG GTG ATG 1125 

361 KVYMRNSKYPQDLVM 375 

1126 ATG GAG GGG AAG ATG ATG AGC TAC TGC ACT ACT GGG CAG ATG TGG 1170 

376 MEGKMMSYCTTGQMW 390 

1171 GCC CGC AGC AGC TAC CTG GGG GCA GTG TTC AAT CTT ACC AGT GCT 1215 

391 ARSSYLGAVFNLTSA 405 

1216 GAT CAT TTA TAT GTC AAC GTA TCT GAG CTC TCT CTG GTC AAT TTT 1260 

406 DHLYVNVSELSLVNF 420 

1261 GAG GAA TCT CAG ACG TTT TTC GGC TTA TAT AAG CTC GGT GGC GGT 1305 

421 EESQTFFGLYKLGGG 435 

1306 TCT GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA TCA GAA AAA 1350 

436 SGGGSGGGSGGGSEK 450 

1351 AAG GAG CTG AGG AAA GTG GCC CAT TTA ACA GGC AAG TCC AAC TCA 1395 

451 KELRKVAHLTGKSNS 465 

1396 AGG TCC ATG CCT CTG GAA TGG GAA GAC ACC TAT GGA ATT GTC CTG 14 40 

466 RSMPLEWEDTYGIVL 480 

1441 CTT TCT GGA GTG AAG TAT AAG AAG GGT GGC CTT GTG ATC AAT GAA 14 85 

481 LSGVKYKKGGLVINE 495 

14 86 ACT GGG CTG TAC TTT GTA TAT TCC AAA GTA TAC TTC CGG GGT CAA 1530 

496 TGLYFVYSKVYFRGQ 510 

1531 TCT TGC AAC AAC CTG CCC CTG AGC CAC AAG GTC TAC ATG AGG AAC 1575 

511 SCNNLPLSHKVYMRN 525 

1576 TCT AAG TAT CCC CAG GAT CTG GTG ATG ATG GAG GGG AAG ATG ATG 1620 

526 SKYPQDLVMMEGKMM 540 
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1621 AGC TAC TGC ACT ACT GGG CAG ATG 

541 SYCTTGQM 

1666 GGG GCA GTG TTC AAT CTT ACC AGT 

556 GAVFNLTS 

1711 GTA TCT GAG CTC TCT CTG GTC AAT 

571 VSELSLVN 

1756 TTC GGC TTA TAT AAG CTC GGT GGC 

586 FGLYKLGG 

1801 GGC GGT TCT GGT GGC GGA TCC GAA 

601 GGSGGGSS 

1846 GCC CAT TTA ACA GGC AAG TCC AAC 

616 AHLTGKSN 

1891 TGG GAA GAC ACC TAT GGA ATT GTC 

631 WEDTYGIV 

1936 AAG AAG GGT GGC CTT GTG ATC AAT 

64 6 KKGGLVIN 

1981 TAT TCC AAA GTA TAC TTC CGG GGT 

661 YSKVYFRG 

2026 CTG AGC CAC AAG GTC TAC ATG AGG 

676 LSHKVYMR 

2071 CTG GTG ATG ATG GAG GGG AAG ATG 

691 LVMMEGKM 

2116 CAG ATG TGG GCC CGC AGC AGC TAC 

706 QMWARSSY 

2161 ACC AGT GCT GAT CAT TTA TAT GTC 

721 TSADHLYV 

2206 GTC AAT TTT GAG GAA TCT CAG ACG 

736 VNFEESQT 

2251 TGA 

751 * 



TGG GCC CGC AGC AGC TAC CTG 1665 

W A R S S Y L 555 

GCT GAT CAT TTA TAT GTC AAC 1710 

A D H h Y V N 570 

TTT GAG GAA TCT CAG ACG TTT 1755 

F E E S Q T F 585 

GGT TCT GGT GGC GGT TCT GGT 1800 

G S G G G S G 600 

AAA AAG GAG CTG AGG AAA GTG 1845 

K K E L R K V 615 

TCA AGG TCC ATG CCT CTG GAA 1890 

S R S M P L E 630 

CTG CTT TCT GGA GTG AAG TAT 1S35 

h L S G V K Y 645 

GAA ACT GGG CTG TAC TTT GTA 1980 

E T G L Y F V 660 

CAA TCT TGC AAC AAC CTG CCC 2025 

Q S C N N L P 675 

AAC TCT AAG TAT CCC CAG GAT 2 070 

R S K Y P Q D 690 

ATG AGC TAC TGC ACT ACT GGG 2115 

M S Y C T T G 705 

CTG GGG GCA GTG TTC AAT CTT 2160 

L G A V F N L 720 

AAC GTA TCT GAG CTC TCT CTG 2205 

N V S E L S L 735 

TTT TTC GGC TTA TAT AAG CTC 2250 

F F G L Y K L 750 

2253 
751 
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Nucleic acid sequence and corresponding amino acid sequence of scTRAIL-AMAIZe 
Construct G 

1 ATG GAC TGG ACC TGG CGC GTG TTT TGC CTG CTC GCC GTG GCT CCT 45 

1 MDWTWRVFCLLAVAP 15 

4 6 GGG GCC CAC AGC CAG GTA CAG CTG GTG CAG TCT GGG GGA GGC ATG 90 

16 GAHSQVQLVQSGGGM 30 

91 GTA GAG CCT GGG GGG TCC CTT AGA CTC TCC TGT GCA GCC TCT GGA 135 

31 VEPGGSLRLSCAASG 45 

136 TTC ACT TTC AGT AAT GCC TGG ATG AGC TGG GTC CGC CAG GCT CCA 180 

46 FTFSNAWMSWVRQAP 60 

181 GGG AAG GGG CTG GAG TGG GTT GGC CGT ATA AAA AGC AAA GCT GGT 225 

61 GKGLEWVGRIKSKAG 75 

226 GGT GGG ACA GCA GAG TAC GCT GCA CCC GTG AAA GGC AGA TTC ACC 270 

76 GGTAE YAAPVKGRFT 90 

271 ATC TCA AGA GAT GAT TCA CAA AAC ACG CTG TAT CTG CAA ATG AAC 315 

91 ISRDDSQNTLYLQMN 105 

316 AGC CTG AAA ACC GAC GAC ACA GCC GTG TAT TAC TGT ACC ACA CAT 360 

106 SLKTD DTAVYYCTTH 120 

361 GTC TAC GGT GCC CCC CGG AAC TGG GGC CAG GGA TCC CTG GTC ACC 405 

121 VYGAPRNWGQGS LVT 135 

406 GTC TCC TCA GCC TCC ACC AAG GGC CCA AAG CTT GAA GAA GGT GAA 450 

136 VSSASTKGPKLEEGE 150 

451 TTT TCA GAA GCA CGC GTA CAG TCT GTG TTG ACT CAG CCG CCC TCA 495 

151 FSEARVQSVLTQPPS 165 

4 96 GTG TCT GCG GCC CCA GGA CAG AAG GTC ACC ATC TCC TGC TCT GGA 540 

166 VSAAPGQKVTISCSG 180 

541 AGC AGC TCC AAC ATT GGA AAT AAT TAT GTC TCC TGG TAC GTT CAA 585 

181 SSSNIGNNYVSWYVQ 195 

586 CTC CCA GGA ACA GCC CCC AAA CTC CTC ATT TAT GAC AAT AAT AAG 630 

196 LPGTAPKLLIYDNNK 210 

631 CGA TTC TCA GGA GTT CCT GAC CGA TTC TCT GGC TCC AAG TCT GGC 675 

211 RFSGVPDRFSGSKSG 225 

676 ACG TCA GCC ACC CTG GGC ATC ACC GGG CTC CAG ACT GGG GAC GAG 720 

226 TSATLG1TGLQTGDE 240 



Figure 25A 



Replacement Sheet 



721 GCC GAT TAT TAC TGC GGA GCA TGG GAT GGC AGC CTG CGT GAA GCG 765 

241 ADYYCGAWDGSLREA 255 

766 GTA TTC GGC GGA GGG ACC AAG GTC ACC GTC CTA GGT GCG GCC GCA 810 

256 VFGGGTKVTVLGAAA 270 

811 GTT GAG CTC GAG GCG GCC GCG GAT TAC AAA GAC GAT GAC GAT AAA 855 

271 VELEAAADYKDDDDK 285 

856 GAA TTC GGA ACC TCT GAG GAA ACC ATT TCT ACA GTT CAA GAA AAG 900 

286 EFGTSEETISTVQEK 300 

901 CAA CAA AAT ATT TCT CCC CTA GTG AGA GAA AGA GGT CCT CAG AGA 945 

301 QQNISPLVRERGPQR 315 

94 6 GTA GCA GCT CAC ATA ACT GGG ACC AGA GGA AGA AGC AAC ACA TTG 990 

316 VAAHITGTRGRSNTL 330 

991 TCT TCT CCA AAC TCC AAG AAT GAA AAG GCT CTG GGC CGC AAA ATA 1035 

331 SSPNSKNEKALGRKI 345 

1036 AAC TCC TGG GAA TCA TCA AGG AGT GGG CAT TCA TTC CTG AGC AAC 1080 

346 NSWESSRSGHSFLSN 360 

1081 TTG CAC TTG AGG AAT GGT GAA CTG GTC ATC CAT GAA AAA GGG TTT 1125 

361 LHLRNGELVIHEK GF 375 



1126 TAC TAC ATC TAT TCC CAA ACA TAC TTT CGA TTT CAG GAG GAA ATA 1170 

376 YYIYSQTYFRFQEEI 390 

1171 AAA GAA AAC ACA AAG AAC GAC AAA CAA ATG GTC CAA TAT ATT TAC 1215 

391 KENTKNDKQMVQYIY 405 

1216 AAA TAC ACA AGT TAT CCT GAC CCT ATA TTG TTG ATG AAA AGT GCT 1260 

406 KYTSYPDPILLMKSA 420 



1261 AGA AAT AGT TGT TGG TCT AAA GAT GCA GAA TAT GGA CTC TAT TCC 1305 
421 RNSCWSKDAEYGLYS 435 



1306 ATC TAT CAA GGG GGA ATA TTT GAG CTT AAG GAA AAT GAC AGA ATT 1350 

436 IYQGGIFELKENDRI 450 

1351 TTT GTT TCT GTA ACA AAT GAG CAC TTG ATA GAC ATG GAC CAT GAA 1395 

451 FVSVTNEHLIDMDHE 465 

1396 GCC AGT TTT TTC GGG GCC TTT TTA GTT GGC GGT GGC GGT TCT GGT 1440 

466 AS FFGAFLVGGGGSG 480 



1441 GGC GGT TCT GGT GGC GGT TCT GGT GGC GGA TCA ACC TCT GAG GAA 1485 

481 GGSGGGSGGGSTSEE 495 

1486 ACC ATT TCT ACA GTT CAA GAA AAG CAA CAA AAT ATT TCT CCC CTA 1530 

496 TI S TVQEKQQN I S PL 510 

1531 GTG AGA GAA AGA GGT CCT CAG AGA GTA GCA GCT CAC ATA ACT GGG 1575 

511 VRERGPQRVAAHITG 525 
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1576 ACC AGA GGA AGA AGC AAC ACA TTG TCT TCT CCA AAC TCC AAG AAT 1620 
526 TRGRSNTLSSPNSKN 540 

1621 GAA AAG GCT CTG GGC CGC AAA ATA AAC TCC TGG GAA TCA TCA AGG 1665 
541 EKALGRKINSWESSR 555 

1666 AGT GGG CAT TCA TTC CTG AGC AAC TTG CAC TTG AGG AAT GGT GAA 1710 
556 SGHSFLSNLHLRNGE 570 

1711 CTG GTC ATC CAT GAA AAA GGG TTT TAC TAC ATC TAT TCC CAA ACA 1755 
571 LVIHEKGFYYIY3QT 585 

1756 TAC TTT CGA TTT CAG GAG GAA ATA AAA GAA AAC ACA AAG AAC GAC 1800 
586 YFRFQEEIKENTKND 600 

1801 AAA CAA ATG GTC CAA TAT ATT TAC AAA TAC ACA AGT TAT CCT GAC 1845 
601 KQMVQYIYKYTSYPD 615 

184 6 CCT ATA TTG TTG ATG AAA AGT GCT AGA AAT AGT TGT TGG TCT AAA 1890 

616 PILLMKSARNSCWSK 630 

1891 GAT GCA GAA TAT GGA CTC TAT TCC ATC TAT CAA GGG GGA ATA TTT 1935 

631 DAEYGLYSIYQGGIF 645 

1936 GAG CTT AAG GAA AAT GAC AGA ATT TTT GTT TCT GTA ACA AAT GAG 1980 

646 ELKENDRIFVSVTNE 660 

1981 CAC TTG ATA GAC ATG GAC CAT GAA GCC AGT TTT TTC GGG GCC TTT 2025 

661 HLI DMDHEAS FFGAF 675 

2026 TTA GTT GGC GGT GGC GGT TCT GGT GGC GGT TCT GGT GGC GGT TCT 2070 

676 LVGGGGSGGGSGGGS 690 

2071 GGT GGC GGA TCC ACC TCT GAG GAA ACC ATT TCT ACA GTT CAA GAA 2115 

691 GGGSTSEETISTVQE 705 

2116 AAG CAA CAA AAT ATT TCT CCC CTA GTG AGA GAA AGA GGT CCT CAG 2160 

706 KQQNISPLVRERGPQ 720 

2161 AGA GTA GCA GCT CAC ATA ACT GGG ACC AGA GGA AGA AGC AAC ACA 2205 

721 RVAAHITGTRGRSNT 735 

2206 TTG TCT TCT CCA AAC TCC AAG AAT GAA AAG GCT CTG GGC CGC AAA 2250 

736 LSSPNSKNEKA LGRK 750 

2251 ATA AAC TCC TGG GAA TCA TCA AGG AGT GGG CAT TCA TTC CTG AGC 2295 

751 INSWESSRSGHSFLS 765 

2296 AAC TTG CAC TTG AGG AAT GGT GAA CTG GTC ATC CAT GAA AAA GGG 2340 

766 NLHLRNGELVIHEKG 780 

2341 TTT TAC TAC ATC TAT TCC CAA ACA TAC TTT CGA TTT CAG GAG GAA 2385 

781 FYYIYSQTYFRFQEE 795 

2386 ATA AAA GAA AAC ACA AAG AAC GAC AAA CAA ATG GTC CAA TAT ATT 2430 

796 IKENTKNDKQMVQYI 810 
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2431 TAC AAA TAC ACA AGT TAT CCT GAC CCT ATA TTG TTG ATG AAA AGT 2475 

811 YKYTSYPDFILLMKS 825 

2476 GCT AGA AAT AGT TGT TGG TCT AAA GAT GCA GAA TAT GGA CTC TAT 2520 

826 ARNSCWS KDAEYGLY 840 

2521 TCC ATC TAT CAA GGG GGA ATA TTT GAG CTT AAG GAA AAT GAC AGA 2565 

841 SIYQGGIFELKENDR 855 

2566 ATT TTT GTT TCT GTA ACA AAT GAG CAC TTG ATA GAC ATG GAC CAT 2610 

856 IFVSVTNEHLIDMDH 870 

2611 GAA GCC AGT TTT TTC GGG GCC TTT TTA GTT GGC TGA 264 6 
871 EAS FFGAFLVG* 881 
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Nucleic acid sequence and corresponding amino acid sequence of scTNF-AMAIZe 

Construct H 

1 ATG GAC TGG ACC TGG CGC GTG TTT TGC CTG CTC GCC GTG GCT CCT 45 

1 MDWTWRVFCLLAVAP 15 

46 GGG GCC CAC AGC CAG GTA CAG CTG GTG CAG TCT GGG GGA GGC ATG 90 

16 GAHSQVQLVQSGGGM 30 

91 GTA GAG CCT GGG GGG TCC CTT AGA CTC TCC TGT GCA GCC TCT GGA 135 

31 VEPGGSLRLSCAASG 45 

13 6 TTC ACT TTC AGT AAT GCC TGG ATG AGC TGG GTC CGC CAG GCT CCA 180 

46 FTFSNAWMSWVRQAP 60 

181 GGG AAG GGG CTG GAG TGG GTT GGC CGT ATA AAA AGC AAA GCT GGT 225 

61 GKGLEWVGRIKSKAG 75 

22 6 GGT GGG ACA GCA GAG TAC GCT GCA CCC GTG AAA GGC AGA TTC ACC 270 

76 GGTAEYAAPVKGRFT 90 

271 ATC TCA AGA GAT GAT TCA CAA AAC ACG CTG TAT CTG CAR ATG AAC 315 

91 ISRDDSQNTLYLQMN 105 

316 AGC CTG AAA ACC GAC GAC ACA GCC GTG TAT TAC TGT ACC ACA CAT 360 

106 SLKTDDTAVYYCTTH 120 

361 GTC TAC GGT GCC CCC CGG AAC TGG GGC CAG GGA TCC CTG GTC ACC 405 

121 VYGAPRNWGQGSLVT 135 

406 GTC TCC TCA GCC TCC ACC AAG GGC CCA AAG CTT GAA GAA GGT GAA 450 

136 VSSASTKGPKLEEGE 150 

4 51 TTT TCA GAA GCA CGC GTA CAG TCT GTG TTG ACT CAG CCG CCC TCA 495 

151 FSEARVQSVLTQPPS 165 

496 GTG TCT GCG GCC CCA GGA CAG AAG GTC ACC ATC TCC TGC TCT GGA 540 

166 VSAAPGQKVTISCSG 180 

541 AGC AGC TCC AAC ATT GGA AAT AAT TAT GTC TCC TGG TAC GTT CAA 585 

181 SSSNIGNNYVSWYVQ 195 

566 CTC CCA GGA ACA GCC CCC AAA CTC CTC ATT TAT GAC AAT AAT AAG 630 

196 LPGTAPKLLIYDNNK 210 

631 CGA TTC TCA GGA GTT CCT GAC CGA TTC TCT GGC TCC AAG TCT GGC 675 

211 RFSGVPDRFSGSKSG 225 

676 ACG TCA GCC ACC CTG GGC ATC ACC GGG CTC CAG ACT GGG GAC GAG 720 

226 TSATLGITGLQTGDE 240 

721 GCC GAT TAT TAC TGC GGA GCA TGG GAT GGC AGC CTG CGT GAA GCG 765 

241 ADYYCGAWDGSLREA 255 
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7 66 GTA TTC GGC GGA GGG ACC AAG GTC ACC GTC CTA GGT GCG GCC GCA 810 

256 VFGGGTKVTVLGAAA 270 

811 GTT GAG CTC GAG GCG GCC GCG GAT TAC AAA GAC GAT GAC GAT AAA 855 

271 V E L E A A A D Y K D D D D K 285 

856 GAA TTC GGA TCA TCT TCT CGA ACC CCG AGT GAC AAG CCT GTA GCC 900 

286 EFGSSSRTPSDKFVA 300 

901 CAT GTT GTA GCA AAC CCT CAA GCT GAG GGG CAG CTC CAG TGG CTG 945 

301 HVVANPQAEGQLQWL 315 

946 AAC CGC CGG GCC AAT GCC CTC CTG GCC AAT GGC GTG GAG CTG AGA 990 

316 NRRANALLANGVELR 330 

991 GAT AAC CAG CTG GTG GTG CCA TCA GAG GGC CTG TAC CTC ATC TAC 1035 

331 DNQLVVPSEGLYLIY 345 

1036 TCC CAG GTC CTC TTC AAG GGC CAA GGC TGC CCC TCC ACC CAT GTG 1080 

346 SQVLFKGQGCPSTHV 360 

1081 CTC CTC ACC CAC ACC ATC AGC CGC ATC GCC GTC TCC TAC CAG ACC 1125 

361 ILTHTISRIAVSYQT 375 

1126 AAG GTC AAC CTC CTC TCT GCC ATC AAG AGC CCC TGC CAG AGG GAG 1170 

376 KVNLLSAIKSPCQRE 390 

1171 ACC CCA GAG GGG GCT GAG GCC AAG CCC TGG TAT GAG CCC ATC TAT 1215 

391 TPEGAEAKPWYEPIY 405 

1216 CTG GGA GGG GTC TTC CAG CTG GAG AAG GGT GAC CGA CTC AGC GCT 1260 

406 LGGVFQLEKGDRLSA 420 

1261 GAG ATC AAT CGG CCC GAC TAT CTC GAC TTT GCC GAG TCT GGG CAG 1305 

421 EINRPDYLDFAESGQ 435 

1306 GTC TAC TTT GGG ATC ATT GCC CTG GGT GGC GGT TCT GGT GGC GGT 1350 

436 VYFGI IALGGGSGGG 450 

1351 TCT GGT GGC GGT TCT GGT GGC GGA TCA TCA TCT TCT CGA ACC CCG 1395 

451 SGGGSGGGSSSSRTP 465 

1396 AGT GAC AAG CCT GTA GCC CAT GTT GTA GCA AAC CCT CAA GCT GAG 1440 

466 SDKPVAHVVANPQAE 480 

1441 GGG CAG CTC CAG TGG CTG AAC CGC CGG GCC AAT GCC CTC CTG GCC 1485 

481 GQLQWLNRRANALLA 495 

14 86 AAT GGC GTG GAG CTG AGA GAT AAC CAG CTG GTG GTG CCA TCA GAG 1530 

496 NGVELRDNQLVVPSE 510 

1531 GGC CTG TAC CTC ATC TAC TCC CAG GTC CTC TTC AAG GGC CAA GGC 1575 

511 GLYLIYSQVLFKGQG 525 

1576 TGC CCC TCC ACC CAT GTG CTC CTC ACC CAC ACC ATC AGC CGC ATC 1620 

526 CPSTHVLLTHTISRI 540 
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1621 
541 



1756 
586 



1846 
616 



1936 
646 



1981 
661 



2026 
676 



2071 
691 



2116 
706 



2161 
721 



2251 
751 



2296 
766 
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